The proteomic data presented in this article provide supporting information to the related research article "Proteomic analysis of the sarcolemma-enriched fraction from dystrophic mdx-4cv skeletal muscle" (Murphy et al., 2018) [1]. In the associated research article, the sarcolemma from normal versus dystrophic skeletal muscle was analyzed by mass spectrometry-based proteomics. Sarcolemma vesicles were enriched by a lectin agglutination method and then analyzed by liquid chromatography tandem mass spectrometry. Here we provide additional datasets on proteins with decreased versus increased abundance in dystrophin-deficient muscle plasma membranes.
Mass spectrometric identification of proteins with a 1.6-to 4.9-fold increase in the sarcolemma-enriched fraction from dystrophic mdx-4cv skeletal muscle.
Accession Gene name
Protein incubation with the competitive sugar 0.2 M N-acetyl-D-glucosamine [5] . All procedures are described in the associated research article [1] .
Mass spectrometric analysis of muscle proteins
The concentration of sarcolemma protein samples was determined using the Bradford assay system [6] and sample volumes were equalized with label-free solubilization buffer. For LC-MS/MS analysis, samples were reduced with 10 mM dithiothreitol for 30 minutes at room temperature and then alkylated with 25 mM iodoacteamide in 50 mM ammonium bicarbonate for 20 minutes at room temperature in the dark [7] . The proteolytic digestion of normal versus dystrophic specimens was initially carried out with sequencing grade Lys-C at a ratio of 1:100 (protease:protein) at 37°C for 4 hours. Following dilution of samples with four times the initial sample volume with 50 mM ammonium bicarbonate, a second digestion step was performed with sequencing grade modified trypsin at a ratio of 1:25 (protease:protein) overnight at 37°C [8] . LC-MS/MS analysis was carried out using an Ultimate 3000 NanoLC system (Dionex Corporation, Sunnyvale, CA, USA) coupled to a Q-Exactive mass spectrometer (Thermo Fisher Scientific). The mass spectrometer was operated in positive, data-dependent mode and was externally calibrated. All analytical procedures are described in the associated research article [1] .
